: Phylogenetic analysis of eight Listeria monocytogenes strain 08-5578 consensus sequences calculated from the alignments of four reference-guided assemblers using L. monocytogenes strains 08-5578 and EGD-e as references. The best of twelve Illumina MiSeq sequencing runs of L. monocytogenes strain 08-5578 genomic DNA was assembled with BWA, MOSAIK, Novoalign, and SMALT using chromosome sequences of both L. monocytogenes strains 08-5578 and EGD-e (~0.000096% and ~0.82% distant from the subject at the nucleotide level, respectively), available from the National Center for Biotechnology Information archive, as references. Figure S3 
